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Hierarchical clustering of T2D DMRs and T2D giDMRs in T2D GWAS genes.

a. The heatmap indicates the level of DNA methylation at T2D DMRs (p<0.0001)
(in red are hypermethylated DMRs, and in yellow are regions of
hypomethylation). The DNA methylation-based hierarchical cluster on the right
shows the participants (in red are T2D cases, and in green are healthy controls).



b. The heatmap indicates the level of DNA methylation at T2D giDMRs (p<0.001)
(in red are hypermethylated DMRs, and in yellow are regions of
hypomethylation). The DNA methylation-based hierarchical cluster on the right
shows the participants (in red are T2D cases, and in green are healthy control).



